. Triazeugacanthus skeletal structure measurements and distances. An: anal fin; br.r: branchiostegal rays; dor: dorsal fin; h.l: hypochordal lobe; na: nasal bones; orb: orbit; sca: scapulocoracoid; int: intermediate fins; pelv: pelvic fins; end: posterior extremity of the body. Scale bar = 5 mm. Text S1. Reliability Index
Inter-individual variation in developmental sequence (i.e., timing and order of appearance of events) has been reported in developmental sequences of living organisms (Colbert and Rowe 2008; Maxwell 2008; de Jong et al. 2009; Fischer-Rousseau et al. 2009 ). Here, we developed a reliability estimate (RE) which is calculated for each developmental event rather than for the complete sequence because non-developmental sources of variation have the potential to be included in fossilized ontogenies (e.g., taphonomic alteration). Departure from the expected occurrence of skeletal events within a growth series owing to inter-individual growth difference has been designate as disparity by dividing the total number of nonoccurrences of events after their initial appearance by the total number of occurrences for all events (Maisano 2002 ). The RE is calculated for each structure by dividing the actual number of specimens having an anatomical structure by the number of specimens expected to have this structure [i.e., number of specimens longer (in terms of TL) than the smallest specimen that displays the structure] (Table S1 ). Four parameters are calculated for each anatomical structure forming a sequence: (1) the actual number of specimens in which a structure has been observed; (2) the expected number of specimens in which the structure should be present; and the maximal gap in the sequence in terms of (3) the number of specimens lacking the structure, and (4) the difference in TL (i.e., the difference in TL between the specimens at each extremities of the gap) ( Table S1 ). The maximal gap is also positioned relatively to the sequence (i.e., early, middle, late). Only the specimens for which the parts are preserved are taken into account in these four parameters. A high RE (> 50%) means that many specimens expected to have a structure do have it and that the variation for this structure is low. A low RE (< 50%) suggests the sample might be less reliable for this structure, especially when there is an important gap in the early part of the ontogenetic sequence. 
